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Abstract

Psoriasis is a common autoimmune disease with a strong genetic component. Targeting
the IL-23/IL-17 pathways for the treatment of moderate-severe psoriasis has proven success-
ful, which makes it a good benchmark for other drug discovery approaches. Genome Wide
Association Studies (GWAS) identify genetic loci associated with a phenotype (e.g. disease).
However, using identified loci to understand the disease mechanisms remains challenging.
In response, gene networks methods that consider gene-gene relationships have been devel-
oped. In a previous study, we showed that the combination of network methods improved
the power, reproducibility, and interpretability of those approaches on a small cohort of
breast cancer patients. The goal of the present study is to benchmark the performance of
the same combination of network methods on a psoriasis cohort from the UK biobank (with
a particular interest on the IL-23/IL-17 pathways). By applying this method, we identified
well known psoriasis genes, demonstrating the viability of our approach. Our method further
identified a small set of genes of the MRPL family robustly associated with psoriasis, demon-
strating that this approach can provide insights into the potential disease mechanisms. Our
study also shows that our method is applicable to large-scale biobank data to produce novel
findings, even in well-studied diseases with strong genetic signal.

Keywords: Network, based methods, psoriasis, biological networks, GWAS

∗Speaker
†Corresponding author: giannkas1@gmail.com

sciencesconf.org:smpgd2026:685800

mailto:giannkas1@gmail.com

